. To quantify marker expression, a region of interest (ROI) is drawn around each array spot (a). For cell counting, the DAPI channel is used (b)and the number of cells in each ROI is quantified (c). For quantifying antibody markers, a threshold is used to select positive marker expression (d,e). The overall intensity score for each ROI is equal to the integrated density of marker expression divided by the area of all nuclei. Figure S3 . Cell density affects the automated counting in ImageJ. For highly confluent spots, the segmented count tends to undercount the total number of cells due to the software being unable to segment nuclei in close proximity. By counting cells based on measuring the total area of DAPI stains and dividing by the average size of each nuclei, we obtain similar values as manual counting. Figure S8 . Cell density (a) and ABCB5 (b) and CD271 (c) intensity (arbitrary units) of B16 F0s cultured on non-patterned peptide SAMs. Cells were fixed and analyzed at 1 day, 3 day, and 5 day time points. Error bars represent ± S.E.M. * P < .05, ** P < .01, based on one-way ANOVA with Tukey HSD post hoc testing. Figure S9 . HS-C11-EG4-N3 is patterned into discrete 5000 µm 2 spots and then conjugated with RGD, RGD+KPSS, KRSR, KRSR+KPSS peptides. B16F0 cells are cultured on the patterned spots for 5 days and then "deroofed" by treating with 20mM NH4OH. The remaining proteins are stained for BMPRIA and BMPRIB and quantified. Figure S11. Cell viability as assessed with annexin V and propidium iodide staining via flow cytometry. Cell viability was measured initially as cells were trypsinized and removed from nonpatterned peptide SAMs, and after 3 hours suspension in HBSS buffer. Figure S12 . B16F0 cells were cultured on non-patterned KRSR+KPSS SAMs for 5 days and then seeded onto TCP. Cells were removed at 1 day, 2 days, and 3 days and stained for flow cytometry analysis.
